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Introduction
ODIN (Ontogene Document INspector) is a system for interactive curation of biomedical
literature, developed within the scope of the SASEBio project (Semi-Automated Semantic
Enrichment of the Literature), as a collaboration between the OntoGene group at the
University of Zurich and the NITAS/TMS group of Novartis Pharma AG. The purpose of the
system is to allow a human annotator/curator to leverage upon the results of an advanced
text mining system in order to enhance the speed and effectiveness of the annotation
process.
The OntoGene system takes as input a document (e.g a full paper from PubMed Central)
and processes it with a custom NLP pipeline, which includes Named Entity recognition
and relation extraction. Entities which are currently supported include proteins, genes,
experimental methods, cell lines, species. Entities detected in the input document are
disambiguated with respect to a reference database (UniProt, EntrezGene, NCBI taxonomy,
PSI-MI ontology). The annotated documents are handed back to the ODIN interface, which
allows multiple display modalities.
ODIN: screenshot illustrating the inspection and editing functionalities.
The curator/annotator can view the whole document with in-line annotations highlighted,
or can browse the extracted entities and be pointed back to the mentions of the entities
within the original document. All entity mentions are entirely editable: the curator can
easily add or delete any of them, and also change their extent (i.e. add/remove words to
its right or left) with a simple click of the mouse. Different entity views are supported, with
sorting capabilities according to different criteria (entity type, entity mention, confidence
score, etc.). Selective highlighting of text units (e.g. sentences containing desired entities)
is supported. Additionally, extensive logging functionalities are provided. All documents
and entities are fully interlinked to reference databases, for the purpose of simplified
inspection. Entities can be grouped in classes (e.g. by species) and actions can be applied
to whole classes, for selective editing or removal.
Another view of ODIN
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Evaluation: BioCreative competitions
In our initial application [1], relation mining was based on manually constructed cascading
rules, which were organized modularly in order to support increasingly abstract types of
queries. This approach has been validated through our participation in the BioCreative
competitive evaluations of biomedical text mining systems. Our results in BioCreative II
(2006), were among the best reported [2].
Later we developed a new approach based
on a combination of machine learning and
linguistic insight, which learns the syntactic
paths expressing protein-protein interactions
[3]. At BioCreative II.5 (2009) this approach
served as the basis of our contribution. This
resulted in the best run for the detection of
protein-protein interactions (according to the
’raw’ AUC iP/R metric). Our system was over-
all considered the best balanced system and
among the best three [4] (look for system T37
in the graph to the right). In 2010, we have
participated to the BioCreative III text mining
challenge, achieving very competitive results
in all of the tasks [5].
Architecture
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